T
he Southern Illinois University at Carbondale (SIUC) released a genetic map of soybean [Glycine max (L.) Merr.] in May 2006, FxH92 (Reg. No. MP-3, NSL 441378 MAP) . The mapping population was constructed using a recombinant inbred line (RIL) mapping population from the cross 'Flyer MAP' (PI 642421 MAP) by 'Hartwig MAP' (PI 642422 MAP). Hartwig has been used extensively. The population was released by the Southern Illinois University at Carbondale (SIUC) in May 2006. 'Flyer' was registered as PI534646 by McBlain et al. (1990) and 'Hartwig' was registered as PI 543795 by Anand (1992) . The FxH92 population was related to ExF96 (Lightfoot et al., 2005) in that 'Forrest' was the recurrent parent used to develop Hartwig (Anand 1992), and 'Essex' appeared to share many alleles with Flyer (Yuan et al., 2002) . Like ExF96 morphological traits do not vary greatly (Table 1 ). The FxH92 RIL population has been used extensively to confi rm quantitative trait loci (QTL) detected in ExF96 (Table 1) and to map genes underlying additional biochemical and physiological traits (Kazi and Lightfoot, unpublished data, 2006) . The genetic marker data encompass hundreds of polymorphic markers and sequence-tagged sites (STS) that were collected at SIUC by Dr. Lightfoot's group (Table 2) al., 1999; Yuan et al., 2002; Kazi 2005; Kazi et al., 2007a Kazi et al., , 2007b and will continue to be developed.
The mapping population was used to identify QTL (Table  3) Rhg1, Rhg2, Rhg3, Rhg4, Rhg5, and Rfs4 (Lightfoot and Meksem, 1999; Kazi, 2005; Ruben et al., 2006) . The mapping population was used to develop an assay for marker-assisted selection for SCN resistance (Prabhu et al., 1999) . Near-isogeneic line populations have been created from 13 of the RILs (13, 18, 19, 20, 33, 35, 39, 60, 70, 71, 72, 78, 93) for fi ne mapping and verifi cation of QTL detected in the RIL population (Table 2 ; Kazi, 2005; Kazi et al., 2007a Kazi et al., , 2007b .
The mapping population was very important for the analysis of seed yield QTL and other agronomic traits because it segregates across maturity groups 4 and 5 and for growth habit from determinate to indeterminate. The effects of maturity and determinacy loci that are associated with, amplify, or confound yield QTL effects can be measured. In contrast, ExF96 does not segregate for determinacy and has a very restricted maturity date range. The registration of this mapping population allows public access to the population and data generated from it. 
